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Rank-rank plot of all genes
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Scatterplot of all gene sets; FDR<0.05 in red
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Scatterplot of all gene sets; top 50 in red
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VE REGULATION OF INTRINSIC APOPTOTIC SIGNALING PATHWAY BY P53 C
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GOCC POLYSOMAL RIBOSOME
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GOCC ARP2 3 PROTEIN COMPLEX
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GOCC MHC CLASS | PROTEIN COMPLEX
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